RESULT 5 

A 'X-r'/ ■• ■• ■'■ rzz. 

ID ABX62889 standard; cDNA; 3622 1(1'. | = 

XX *^ 

AC ABX62889; 
XX 

DT 25-FEB-2003 (first entry) 
XX 

DE Human activated T cell cDNA #5. 

XX 

KW T cell; gene; ss; differential expressi 

KW antiallergic; cytostatic; iminunosuppres 

KW allergy; cancer; graft versus host dise 

KW autoimmune disorder. 
XX 

OS Homo sapiens. 
XX 

PN US2002137077-A1 . 
XX 

PD 26-SEP-2002. 
XX 

PF 25-OCT-2001; 2001US-00002600 . 
XX 

PR 25-OCT-2000; 2 0 0 OUS-02 43 52 IP . 
XX 

PA (HOPK/) HOPKINS C M. 

PA (PETE/) PETERSON D P. 

PA (COCK/) COCKS B G. 

PA (HAWK/) HAWKINS P R. 
XX 

PI Hopkins CM, Peterson DP, Cocks BG, Hawkins PR; 
XX 

DR WPI; 2003-102381/09. 
XX 

PT New combination comprising several cDNAs that are differentially 

PT expressed in activated T cells, useful for diagnosing, treating, staging 

PT or monitoring treatment for allergy, cancer, infectious and/or autoimmune 

PT disorders. 

XX 

PS Claim 1; Page; 180pp; English. 
XX 

CC This invention relates to the sequences of several cDNAs that are 

CC differentially expressed in activated T cells. The sequences of the 

CC antimicrobial activity and may be used in gene therapy. The invention 

CC also comprises a method for screening samples for differentially 

CC expressed genes and a method for detecting these cDNAs by hybridisation. 

CC The methods and compositions of the present invention are useful for 

CC diagnosing, treating, staging or monitoring treatment for allergy, 

CC cancer, chronic graft versus host disease, infectious and/or autoimmune 

CC disorders. The present sequence represents a cDNA of the invention that 

CC is differentially expressed in activated T cells 

XX 

SQ Sequence 3622 BP; 965 A; 838 C; 902 G; 916 T; 0 U; 1 Other; 

Query Match 92.6%; Score 3125.6; DB 8; Length 3622; 
Best Local Similarity 96.2%; Pred . No. 0; 

Matches 3292; Conservative 0; Mismatches 35; Indels 96; Gaps 5; 

Qy 12 CTCCGGCCGCCGCCGGTGCGGGTGCTCCGCTACCGGCTCCTCTCCGTTCTGTGCTCTCTT 71 
II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1 CTCTGCGGGCCGCGGGTGCGGGTGCTCCGCTACCGGCT— CTCTCCGTTCTGTGCTCTCTT 5 9 

Qy 72 CTGCTCTCGGCTCCCCACCCCCTCTCCCTTCCCTCCTCTCCCCTTGCCTCCCCTCCTCTG 131 

Db 6 0 CTGCTCTCGGCTCCCCACCCCCTCTCCCTTCCCTCCTCTCCCCTTGCNTCCCCTCCTCTG 119 

Qy 132 CAGCGCCTGCATTATTTTCTGCCCGCAGGCTCGGCTTGCACTGCTGCTGCAGCCCGGGGA 191 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 12: !A :CAGGCTCGGCTTGCACTGCTGCTGCAGCCCGGGGA 179 



> GGTGGCTGGGTGGGTGGGGAGGAGACTGTGCAAGTTGTAGGGGAGGGGGTGCCCTCTTCT 5 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

1 GGTGGCTGGGTGGGTGGGGAGGAGACTGTGCAAG— TGTAGGGGAGGGGGTGCCCTCTTCT 5 

> TCCCCGCTCCCTTCCCCCGCCAACTCCTTCCCCTCCTTCTCCCCCTTTCCCCTCCCCGCC 3 
3 TCCCCGCTCCCTTCCCCAGCCAAGTGGTTCCCCTCCTTCTCCCCCTTTCCCCTCCCAGCC 5 

> CCCACCTTCTTCCTCCTTTCGGAAGGACTGGTAACTTGTCGTGCGGAGCGAACGGCGGCG 3 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
' CCCACCTTCTTCCTCCTTTCGGAAGGGCTGGTAACTTGTTGTGCGGAGCGAA 3 

> 3GCACCATCCAGGCGGGCACCATGGGCACGTCCGCGCTCTGGGCGC < 
L - lAGGCGGGCACCATGGGCACGTCCGCGCTCTGGGCGC < 

> TCTGGCTGCTGCTCGCGCTGTGC7GGGCGCCCCGGGAGAGCGGCGCCACCGGAACCGGGA < 
1 TCTGGCTGCTGCTCGCGCTGTGCTGGGCGCCCCGGGAGAGCGGCGCCACCGGAACCGGGA < 

> GAAAAGCCAAATGTGAACCCTCCCAAIICCAGTGCACAAATGGTCGCTGTATTACGCTGT J 
3 GAAAAGCCAAATGTGAACCCTCCCAATTCCAGTGCACAAATGGTCGCTGTATTACGCTGT J 
I TGTGGAAATGTGATGGGGATGAAGACTGTGTTGACGGCAGTGATGAAAAGAACTGTGTAA 6 
3 TGTGGAAATGTGATGGGGATGAAGACTGTGTTGACGGCAGTGATGAAAAGAACTGTGTAA E 

> AGAAGACGTGTGCTGAATCTGACTTCGTGTGCAACAATGGCCAGTGTGTTCCCAGCCGAT 6 
3 AGAAGACGTGTGCTGAATCTGACTTCGTGTGCAACAATGGCCAGTGTGTTCCCAGCCGAT 6 
I GGAAGTGTGATGGAGATCCTGACTGCGAAGATGGTTCAGATGAAAGCCCAGAACAGTGCC : 
3 GGAAGTGTGATGGAGATCCTGACTGCGAAGATGGTTCAGATGAAAGCCCAGAACAGTGCC " 
I ATATGAGAACATGCCGCATACATGAAATCAGCTGTGGCGCCCATTCTACTCAGTGTATCC " 
3 ATATGAGAACATGCCGCATACATGAAATCAGCTGTGGCGCCCATTCTACTCAGTGTATCC 

I CAGTGTCCT GGAGAT GT GAT GGT GAAAAT GAT T GT GACAGT GGAGAAGAT GAAGAAAAC T E 
3 CAGTGTCC T GGAGAT G T GAT GGT GAAAAT GAT T GT GACAGT GGAGAAGAT GAAGAAAAC T E 

> GTGGCAATATAACATGTAGTCCCGACGAGTTCACCTGCTCCAGTGGCCGCTGCATCTCCA S 
3 GTGGCAATATAACATGTAGTCCCGACGAGTTCACCTGCTCCAGTGGCCGCTGCATCTCCA E 

> GGAACTTTGTATGCAATGGCCAGGATGACTGCAGCGATGGCAGTGATGAGCTGGACTGTG S 
3 GGAACTTTGTATGCAATGGCCAGGATGACTGCAGCGATGGCAGTGATGAGCTGGACTGTG 5 

> CCCCGCCAACCTGTGGCGCCCATGAGTTCCAGIGCAGCACCTCCTCCTGCATCCCCATCA 
3 CCCCGCCAACCT T ; ;CCATGAGTTCCAGTGCAGCACCTCCTCCTGCATCCCCATCA 
I GCTGGGTATGCGACGATGATGCAGACTGCTCCGACCAATCTGATGAGTCCCTGGAGCAGT 
3 GCTGGGTATGCGACGATGATGCAGACTGCTCCGACCAATCTGATGAGTCCCTGGAGCAGT 
I GTGGCCGTCAGCCAGTCATACACACCAAGTGTCCAGCCAGCGAAATCCAGTGCGGCTCTG 
3 GIGGCCGTCAGCCAGTCATACACACCAAGTGTCCAGCCAGCGAAATC HAGTG :GG :TCTG 
I GCGAGTGCATCCATAAGAAGTGGCGATGTGATGGGGACCCTGACTGCA^GGAIGGCAGTG 
1 GCGAGTGCATCCATAAGAAGTGGCGATGTGATGGGGACCCTGACTGCAAGGATGGCAGTG 

> ATGAGGTCAACTGTCCCTCTCGAACTTGCCGACCTGACCAATTTGAATGTGAGGATGGCA 
1 ATGAGGTCAACTGTCCCTCTCGAACTTGCCGACCTGACCAATTTGAATGTGAGGAIGGCA 



149 0 
1572 



GCTGCATCCATGGCAGCAGGCAGTGTAATGGTATCCGAGACTGTGTCGATGGTTCCGATG 

GCTGCATCCATGGCAGCAGGCAGTGTAATGGTATCCGAGACTGTGTCGATGGTTCCGATG 

AAGTCAACTGCAAAAATGTCAATCAGTGCTTGGGCCCTGGAAAATTCAAGTGCAGAAGTG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
AAGTCAACTGCAAAAATGTCAATCAGTGCTTGGGCCCTGGAAAATTCAAGTGCAGAAGTG 

GAGAATGCATAGATATCAGCAAAGTATGTAACCAGGAGCAGGACTGCAGGGACTGGAGTG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
GAGAATGCATAGATATCAGCAAAGTATGTAACCAGGAGCAGGACTGCAGGGACTGGAGTG 

ATGAGCCCCTGAAAGAGTGTCATATAAACGAATGCTTGGTAAATAATGGTGGATGTTCTC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

T GAAAGAG T G T C AT AT AAACGAAT GC T T GGT AAAT AAT GGT GGAT G T T C T C 

ATATCTGCAAAGACCTAGTTATAGGCTACGAGTGTGACTGTGCAGCTGGGTTTGAACTGA 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I ! II I I I I I I 
ATATCTGCAAAGACCTAGTTATAGGCTACGAGTGTGACTGTGCAGCTGGGTTTGAACTGA 

TAGATAGGAAAACCTGTGGAGATATTGATGAATGCCAAAATCCAGGAATCTGCAGTCAAA 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
TAGATAGGAAAACCTGTGGAGATATTGATGAATGCCAAAATCCAGGAATCTGCAGTCAAA 

TTTGTATCAACTTAAAAGGCGGTTACAAGTGTGAATGTAGTCGTGGCTATCAAATGGATC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
TTTGTATCAACTTAAAAGGCGGTTACAAGTGTGAATGTAGTCGTGGCTATCAAATGGATC 

TTGCTACTGGCGTGTGCAAGGCAGTAGGCAAAGAGCCAAGTCTGATCTTCACTAATCGAA 

TTGCTACTGGCGTGTGCAAGGCAGTAGGCAAAGAGCCAAGTCTGATCTTCACTAATCGAA 

GAGACATCAGGAAGATTGGCTTAGAGAGGAAAGAATATATCCAACTAGTTGAACAGCTAA 

iAGACATCAGGAAGATTGGCTTAGAGAGGAAAGAATATATCCAACTAGTTGAACAGCTAA 



:CTCAATTGATGACAAGGTTGGTAGACATGT' 
-AAAGGCTATCTTCAGTGCCTCAATTGATGACAAGGTTGGTAGACATGT' 
:TATAATCCTGCAGCCATTGCTGTTGATTGGGTGTACAAGAC( 
TATAATCCTGCAGCCATTGCTGTTGATTGGGTGTACAAGACCATCTAC 
■GC T T C TAAGAC T AT T T CAGTAGC TACCCTAGAT GGAACCAAGAGGAAG 
■GCTTCTAAGACTATTTCAGTAGCTACCCTAGATGGAACCAAGAGGAAGI 
TCTGACTTGCGAGAGCCTGCCTCCATAGCTGTGGACCCACTGTCTGGCT 
TCTGACTTGCGAGAGCCTGCCTCCATAGCTGTGGAi 



TGI 



AATG'I 
AATGTi 



■ A_A 
TCCTGTTTAAi 



TACIGGICAI 



TGTT TACT GGT CAGACTGGGGTGAACCAGCTAAAATAGAAAAAGCAGGAATGAATGGAT 

CGATAGACGTCCACTGGTGACAGCGGATATCCAGTGGCCTAACGGAATTACACTTGACC 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CGATAGACGTCCACTGGTGACAGCGGATATCCAGTGGCCTAACGGAATTACACTTGACi 

TATAAAAAGTCGCCTCTATTGGCTTGATTCTAAGTTGCACATGTTATCCAGCGTGGAC 
TTATAAAAAGTCGCCTCTATTGGCTTGATTCTAAGTTGCACATGTTATCCAGCGTGGACT 
TGAATGGCCAAGATCGTAGGATAGTACTAAAGTCTCTGGAGTTCCTAGCTCATCCTCTTG 



1369 
1451 
1429 
1511 



1549 
1631 
1609 



2269 
2352 
2329 
2412 
2389 
2472 
2449 
2532 
2509 
2592 
2569 
2652 
2629 
2658 



TGAATGGCCAAGATCGTAGGATAGTACTAAAGTCTCTGGAGTTCCTAGCTCATCCTCTTG 

CACTAACAATATTTGAGGATCGTGTCTACTGGATAGATGGGGAAAATGAAGCAGTCTATG 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CACTAACAATATTTGAGGATCGTGTCTACTGGATAGATGGGGAAAATGAAGCAGTCTATG 

GTGCCAATAAATTCACTGGATCAGAGCTAGCCACTCTAGTCAACAACCTGAATGATGCCC 



2328 
2411 
2388 
2471 
2448 
2531 



IATCATGAACTTGTACAGCCATCAGGTAAAAATTGGIGIGAAGAAG 

AAGACATCATTGTCTATCATGAACTTGTACAGCCATCAGGTAAAAATTGGTGTGAAGAAG 25 0 8 

ACATGGAGAATGGAGGATGTGAATACCTATGCCTGCCAGCACCACAGATTAATGATCACT 25 91 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

ACATGGAGAATGGAGGATGTGAATACCTATGCCTGCCAGCACCACAGATTAATGATCACT 256 8 

CTCCAAAATATACCTGTTCCTGTCCCAGTGGGTACAATGTAGAGGAAAATGGCCGAGACT 2651 

CTCCAAAATATA TGTT ; ;TGT : : ^AGIGGGIA :AATGTAGAGGAAAATGGCCGAGACT 262 

GTCA7AA 265 7 

G T CAAAG TACTGCAACTACTGTGACT T ACAGT GAGAC AAAAGAT ACGAAC AC AAC AGAAA 26 8 8 

GGATCAATGTGACCACAGCAGTATCAGAGG 26 8 7 

I TTTCAGCAACTAGTGGACTAGTTCCTGGAGGGATCAATGTGACCACAGCAGTATCAGAGG 2 748 

! TCAGTGTTCCCCCAAAAGGGACTTCTGCCGCATGGGCCATTCTTCCTCTCTTGCTCTTAG 2 74 7 



I TCAGTGT1 
i TGATGGCS 



XCCCAAAAGGGACTTCTGCCGCATGGGCCATTCTTCCTCTCTTGCTCTTAG 2 
3CAGTAGGTGGCTACTTGATGTGGCGGAATTGGCAACACAAGAACATGAAAA 2 



2809 TGATGGCAGCAGTAGGTGGCTACTTGATGTGGCGGAATTGGCAACACAAGAACATGAAAA 2868 
2808 C 
2869 ( 



'TTGACAATCCTGTGTACTTGAAAACCACTGAAGAGGACCTCTCCATAGACA 2 86 7 



2929 
2928 
2989 



3169 
3168 
322 9 



3 GCATGAACTTTGACAATCCTGTGTACTTGAAAACCACTGAAGAGGACCTCTCCATAGACA 5 

! TTGGTAGACACAGTGCTTCTGTTGGACACACGTACCCAGCAATATCAGTTGTAAGCACAG 5 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

TTGGTAGACACAGTGCTTCTGTTGGACACACGTACCCAGCAATATCAGTTGTAAGCACAG 2 

ATGATGATCTAGCTTGACTTCTGTGACAAATGTTGACCTTTGAGGTCTAAACAAATAATA 2 

ATGATGATCTAGCTTGACTTCTGTGACAAATGTTGACCTTTGAGGTCTAAACAAATAATA 2 

j CCCCCGTCGGAATGGTAACCGAGCCAGCAGCTGAAGTCTCTTTTTCTTCCTCTCGGCTGG 2 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

3 CCCCCGTCGGAATGGTAACCGAGCCAGCAGCTGAAGTCTCTTTTTCTTCCTCTCGGCTGG 2 

3 AAGAACATCAAGATACCTTTGCGTGGATCAAGCTTGTGTACTTGACCGTTTTTATATTAC 2 

S AAGAACATCAAGATACCTTTGCGTGGATCAAGCTTGTGTACTTGACCGTTTTTATATTAC 2 

3 TTTTGTAAATATTCTTGTCCACATTCTACTTCAGCTTTGGATGTGGTTACCGAGTATCTG 2 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

TTTTGTAAATATTCTTGTCCACATTCTACTTCAGCTTTGGATGTGGTTACCGAGTATCTG 2 

TAACCCTTGAATTTCTAGACAGTATTGCCACCTCTGGCCAAATATGCACTTTCCCTAGAA 2 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

TZ jTATTGCCACCTCTGGCCAAATATGCACTTTCCCTAGAA 2 

i AGCCATATTCCAGCAGTGAAACTTGTGCTATAGTGTATACCACCTGTACATACATTGTAT 2 

S AGCCATATTCCAGCAGTGAAACTTGTGCTATAGTGTATACCACCTGTACATACATTGTAT 2 

; : AGGCCATCTGTAAATATCCCGGACAAAACGGGTTACTAAGATGAAATTGCCAAAAAAATT 2 



Db 3349 AGGCCATCIGTAAATATCCCAGAGAACAATCACTATTCTTAAGCACTTTGAAAATATTTC 3408 

Qy 3348 TAT 3350 

Db 3409 TAT 3411 



